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Figure IB 
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Figure 4C 
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Figure 5 (continued) 
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Figure 10 
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Figure 12 
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Figure 15A 

Activation of AMPKal catalytic domain by LKB1 
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Figure 15B 

Phosphorylation of AMPKal catalytic domain by LKB1 
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Figure 19 
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Figure 21A 
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Figure 21B 
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Figure 30A 
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